The avian genus Upucerthia was until recently considered to consist of nine species (Sibley and Monroe 1990 , Dickinson 2003 , Remsen 2003 of mainly terrestrial ovenbirds, commonly known as earthcreepers. Recent molecular studies of the genus , Fjeldså et al. 2007 ) indicated that Upucerthia, as traditionally constituted, was highly polyphyletic, its nine species apparently belonging to four distinct lineages. Four species of Upucerthiaalbigula, jelskii, validirostris, and the name-bearing species dumetaria -formed a well-supported clade sister to Cinclodes , Fjeldså et al. 2007 . Of the five other species of Upucerthia, U. andaecola and U. ruficaudus formed a clade with Eremobius phoenicurus and Chilia melanura, all of which were subsequently transferred to the genus Ochetorhynchus , Fjeldså et al. 2007 . Upucerthia harterti and U. certhioides formed a distinct clade and were placed in the newly erected genus Tarphonomus (Chesser and Brumfield 2007). The position of the final species, U. serrana, was not well resolved, although it appeared to form part of a clade including the genera Cinclodes and Upucerthia sensu stricto , Fjeldså et al. 2007 .
Lochmias. We used as outgroups the dendrocolaptines Dendrocincla fuliginosa, Drymornis bridgesii, and Xiphorhynchus fuscus, as well as the basal furnariid Geositta isabellina. As a simple test of its monophyly and phylogenetic relationships, a second individual of Geocerthia serrana (ZMUC [Zoological Museum, University of Copenhagen] S444; GenBank Accession #s: EF635339, EF635358, EF635319) was sequenced. This individual differed from the first by only one nucleotide substitution and grouped with it in all analyses in which it was included (results not shown). Total DNA was extracted from 25 mg of pectoral muscle using the DNeasy kit (Qiagen) and the standard protocol. Following methods described in , we amplified and sequenced the mitochondrial genes ND3 and CO2, and the autosomal nuclear gene beta-fibrinogen intron 7. Following the same methods, we amplified and sequenced an additional mitochondrial gene (ND2) using the primers H6313 (Johnson and Sorenson 1998) and L5215 (Hackett 1996) . Two additional nuclear protein-coding genes (RAG1 and RAG2) were included for one individual from each genus. These RAG sequences were taken from Moyle et al. (2009) except for those of Geocerthia serrana, which we amplified and sequenced following the methods in Moyle et al. (2009) . The six-gene concatenated dataset included 6,970 base pairs after alignment issues and unique inserts were excluded from BF7, the nuclear intron. An exception to a complete dataset was a partial BF7 sequence for the individual representing Ochetorhynchus andaecola. In addition, the ND2 gene could not be amplified for the selected individuals of Philydor pyrrhodes or Lochmias nematura; ND2 sequence from a second individual of these same species (amplified for a separate analysis) was used instead.
Because the dataset included protein-coding mitochondrial genes, a nuclear intron and protein-coding nuclear genes, it was unlikely that a single nucleotide substitution model would provide the best fit to the data. To determine the best partition of the dataset, we evaluated six different partitioning regimes ranging from unpartitioned to the maximum of sixteen partitions. Partitions were examined by performing maximum likelihood (ML) analyses using RAxML 7.0.4 on the Cipres Portal V 1.5 (http://www.phylo.org/sub_sections/portal/). RAxML implements the GTR+Γ model and this was applied in each partition regime. We used the Akaike Information Criterion (AIC) to choose the best partitioning strategy, which was the GTR+ Γ +I model and fully partitioned dataset. We then used RAxML to evaluate nodal support 
Geositta isabellina
by performing 150 bootstrap replicates (Stamatakis et al. 2008) . The analysis resulted in a single maximum-likelihood tree (-log L = 28529.0) with high bootstrap support for most relationships (Fig. 1) . Individuals of Upucerthia sensu stricto formed a strongly supported clade (100% bootstrap) that was sister to Cinclodes. The Upucerthia-Cinclodes clade was well supported (100%), and the single species G. serrana received strong support as sister to this clade (92%). These results clearly demonstrate that G. serrana is not a member of the Upucerthia clade.
